The complete genome sequences of two highly arsenite-resistant Actinomycetales isolates are presented. Both genomes are GϩC rich and consist of a single chromosome containing homologs of known arsenite resistance genes.
. Each genome consists of a chromosome of 3.25 Mbp and 2.86 Mbp and GϩC content of 70.1% and 72.8% for CS2 and AS2, respectively. Gene annotation with Prokka (v1.13.3) (5) predicted 2,682 and 2,950 coding sequences for AS2 and CS2, respectively. The taxonomy of the strains was determined by aligning the 16S rRNA genes to those of similar strains, and AS2 and CS2 show 99.0% and 97.3% similarity, respectively, to the 16S rRNA genes of Micrococcus luteus strain NCTC 2665 (NCBI RefSeq accession number NR_075062) and Brevibacterium senegalense strain JC43 (NCBI RefSeq accession number NR_118221). Both strains have genes related to arsenical resistance, including arsenatemycothiol transferases and ACR3 family arsenite efflux pumps.
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